. (A) Known WT1 binding consensus motifs. From top to bottom, WT1 consensus binding motifs as determined by ChIP-chip (1) (see Figure 6A ), ChIP-seq (2) (see Figure 6B ), in vitro DNA binding site selection assay (3) , and predictions made by polynomial and linear expanded SVM-based algorithm (4, 5) . (B) SDS-PAGE gel showing the purified recombinant proteins used in this study. (A) Crystal structure of TFIIIA-5S RNA, adopted from PDB 1UN6 (7). (B) Lys118 of ZF4 interacts with the RNA backbone phosphate and stacks with G75 base. (C) Thr176 of ZF6 stacks with C10 base. We note that both Lys118 and Thr176 are located in the DNA-base interacting position of each ZF, i.e., the first residue immediately before the helix. a R merge = Σ | I -<I>| /Σ I, where I is the observed intensity and <I> is the averaged intensity from multiple observations; b <I/σI> = averaged ratio of the intensity (I) to the error of the intensity (σI); c R work = Σ | Fobs -Fcal | /Σ | Fobs |, where Fobs and Fcal are the observed and calculated structure factors, respectively; d R free was calculated using a randomly chosen subset (5%) of the reflections not used in refinement.
PEG=polyethylene glycol; MME=methyl ether a R merge = Σ | I -<I>| /Σ I, where I is the observed intensity and <I> is the averaged intensity from multiple observations; b <I/σI> = averaged ratio of the intensity (I) to the error of the intensity (σI); c R work = Σ | Fobs -Fcal | /Σ | Fobs |, where Fobs and Fcal are the observed and calculated structure factors, respectively; d R free was calculated using a randomly chosen subset (5%) of the reflections not used in refinement.
